Comments concerning interpretation of the PCR xenomonitoring results in the article "Molecular detection of Setaria tundra (Nematoda: Filarioidea) and an unidentified filarial species in mosquitoes in Germany" Parasites & Vectors 2012, 5:14.
could be confirmed as filaria positive results by second round PCR, yet they use the number of screening PCR positive results to calculate minimum infection rate of mosquitoes in Table one [2] . Only the samples confirmed to contain filaria by second round PCR and/or sequencing should have been used for minimum infection rate calculations. Furthermore, the authors should publish information which PCR assays were actually used as second round PCRs for COI gene detection [2] . It would be interesting to see the data reanalyzed by the authors which would help to understand better what did molecular mass screening of mosquitoes for filarial parasites in Germany reveal?
